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(Black outlined amino acids indicate potential regions of conserved sequence; grayed amino 
acids represent amino acids conservatively substituted; and non-highlighted amino acids indicate 
positions in which mutations to a broad range of alternative amino acid residues occurs. 
Sequences may be referenced by the SWISSPROT or TREMBL ID.) 



thymosin beta family motif 
NOV1 (2-38) 
TYB0_HUMAN(l-38) 
TYB9_BOVIN(1-40) 
TYB9_PIG(l-40) 
TYB4_HUMAN(l-40) 
TYB4_M0USE (7-47) 
TYB4_RABIT(l-40) 
TYB4_XENLA (1-39) 
TYBY_HUMAN (1-40) 
T YB A_ONCMY (1-40) 
TYBB_ONCMY(1-40) 
TYBB_LAT JA (1-40 
P97563_RAT(l-39) 
T YBN_HUMAN (1-38) 
097428_DROME (95-129) 
097428 DROME(59-89) 




ID NO:35) 
ID NO: 2) 
ID N0:36) 
ID N0:37) 
ID N0:38) 
ID NO:39) 
ID NO: 40) 
ID NO: 41) 
NO: 42) 
NO: 43) 
ID NO: 44) 
ID NO: 45) 
ID NO: 46) 
ID N0:47) 
ID NO: 48) 
ID N0:49) 
ID NO: 50) 



ID 
ID 



On page 10, please replace Table 4 with the following Table 4: 



Table 4. 

PFAM alignment of a NOV1 polypeptide to the consensus sequence of the thymosin beta 
family 

>PD005116 (Closest domain: TYB0_HUMAN 1-38) 
Number of sequences in family: 16 

Most frequent protein names: TYB4(4) TYB9(2) TYBB ( 2 ) 

Commentary (automatic) : 

THYMOSIN ACETYLATI ON T-CELL DIFFERENTIATION 

IMMUNO POTENTIATION THYMUS BETA- 4 ACTIN- BINDING PROTEIN 

BETA 

Length =38 
Score = 145 (60.9 bits), Expect = 5e-10 
Identities = 32/38 (84%), Positives = 34/38 (89%) , Gaps = 1/38 (2%) 

NOV1: 2 ADKPDI GE I AS FNKAKLKKTEMQE - NTLLTKE AI EQEK 38 (SEQ ID NO: 2) 

I i I M I II I M I I I I I I || Ml III Mill 
Sbjct: 1 ADKPDMGEIASFDKAKLKKTETQEKNTLPTKETIEQEK 38 (SEQ ID NO:51) 



Beginning on page 13, kindly replace Table 6 with the following Table 6: 



Table 6. 

Comparison between a NOV2 polypeptide and mouse epbrin type-A receptor 8 precursor 




>ref |NP_031965 . 1 | Eph receptor A8 
sp| 009127 |EPA8_MOUSE EPHRIN TYPE-A RECEPTOR 8 PRECURSOR (TYROSINE -PROTEIN KINASE 

RECEPTOR EEK) (EPH-AND ELK-RELATED KINASE) 
gb| AAB39218 . 1 | (U72207) Eph-and Elk-related kinase [Mus musculus] 
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Serial No. 09/687,276. 
Applicant(s): Prayaga et al. 



Length = 1004 
Score = 3036 bits (7128), Expect = 0.0 

Identities = 945/992 (95%), Positives = 964/992 (96%), Gaps 



1/992 (0%) 



NOV2 : 


1 


Sbjct : 


1 


NOV2: 


61 


Sbjct : 


60 


NOV2: 


121 


Sbjct: 


120 


NOV2: 


181 


Sbjct: 


180 


NOV2: 


241 


Sbjct: 


240 


NOV2: 


301 


Sbjct: 


300 


NOV2: 


361 


Sbjct: 


360 


NOV2 : 


421 


Sbjct : 


420 


NOV2: 


481 


Sbjct: 


480 


NOV2: 


541 


Sbjct : 


540 


NOV2: 


601 


Sbjct : 


600 


NOV2 : 


661 


Sbjct : 


660 


NOV2: 


721 


Sbjct: 


720 


NOV2: 


781 


Sbjct: 


780 


NOV2: 


841 


Sbjct: 


840 


NOV2: 


901 



MAP ARGRL P P ALWWTAAAAAATCV S AARGE VNLLDTS T I HGDWGWLT Y P AHGWDS I NE V 60 

Mill II MINI Mill Mill Ml II 1 1 M II MM M II 1 1 II II M T I M 

MAPARARLS PALWWTAAAAA - TCVSAGRGE VNLLDTS T I HGDWGWLT Y P AHGWDS I NEV 5 9 
DESFQPIHTYQVCNVMSPNQNNWLRTSWVPRDGARRVYAEIKFTLRDCNSMPGVLGTCKE 120 

I M M II 1 1 1 M III II I II 1 1 1 1 M 1 1 II II II 1 1 1 1 1 M II 1 1 1 1 M 1 1 II 1 1 M 

DESFRPI HTYQVCNVMS PNQNNWLRTNWVPRDGARRVYAE I KFTLRDCNS I PGVLGTCKE 119 
TFNLYYLESDRDLGASTQESQFLKIDTIAADESFTGADLGVRRLKLNTEVRSVGPLSKRG 180 

I M M 1 1 M 1 1 M I M II 1 1 1 1 1 II 1 1 II II II I M 1 1 II 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 M 

TFNLHYLESDRDLGASTQESQFLKIDTIAADESFTGADLGVRRLKLNTEVRGVGPLSKRG 179 
FYLAFQDIGACLAILSLRIYYKXCPAMVRNLAAFSEAVTGADSSSLVETOGQCVRHSEER 240 

II 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 II I M II II II I II M II 1 1 1 II II I II II M 1 1 1 II 1 1 1 1 

FYLAFQDIGACLAI LSLRIYYKKCPAMVRNLAAFSEAVTGADSSSLVEVRGQCVRHSEER 239 
DTPKMYCSAEGEWLVPIGKCVCSAGYEERRDACVACELGFYKSAPGDQLCARCPPHSHSA 3 00 

IIIMIMIIMMI MMIMIIMMMIMMMMMMMIMM I I III 

DTPKMYCSAEGEWLVPIGKCVCSAGYEERRDACMACELGFYKSAPGDQLCARCPPHSHSA 299 
APAAQACHCDLSYYRAALDPPSSACTRPPSAPVNLISS VNGTSVTLEWAPPLDPGGRSDI 360 

MM I MUM IMMMMMMMMMMMMMIMIMM IMM 

TPAAQTCRCDLS YYRAALDPPS AACTRPPSAPVNLI S S VNGTS VTLEWAP P LD PGGRSD I 359 
TYNAVCRRCPWALSRCEACGSGTRFVPQQTSLVQASLLVANLLAHMNYSFWIEAVNGVSD 4 20 

IMMMMMM I II 1 1 1 II I II 1 1 1 1 II MMMMMMIMM I I 1111 + 

TYNAVCRRCPWALSHCEACGSGTRFVPQQTSLAQASLLVANLLAHMNYSFWIEAVNGVSN 419 
LSPEPRRAAWNITTNQAAPSQWVIRQERAGQTSVSLLWQEPEQPNGIILEYEIKYYEK 4 80 

MM MIIIIMIIIIIIIIIIIIIIIIIIMIIIIIMIIMIIIIIIIMMIII 

LSPEPRSAAWNITTNQAAPSQVWIRQERAGQTSVSLLWQEPEQPNGIILEYEIKYYEK 479 
DKEMQS YSTLKAVTTRATVSGLKPGTRYVFQVRARTSAGCGRFSQAMEVETGKPRPRYDT 54 0 

1 1 1 1 1 1 II I II I M II 1 1 II 1 1 1 II I M 1 1 M II M 1 1 1 1 1 1 1 1 II M I M I II I M 

DKEMQS YSTLKAVTTRATVSGLKPGTRYVFQVRARTSAGCGRFSQAMEVETGKPRPRYDT 539 
RTIVWICLTLITGLWLLLLLICKKRHCGYSKAFQDSDEEKMHYQNGQAPPPVFLPLHHP 600 

II I M 1 1 1 1 1 1 1 1 I ! 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 E I M 1 1 1 1 I I 1 1 M - 1 I 

RTIVWICLTLITGLWLLLLLICKKRHCGYSKAFQDSDEEKMHYQNGQAPPPVFLPLNHP 599 
PGKLPEPQFYAEPHTYEEPGRAGRSFTREIEASRIHIEKIIGSGDSGEVCYGRLRVPGQR 660 

III II II III MMMMMMMMMMMMMIMM I I IIMIII 

PGKFPETQFSAEPHTYEEPGRAGRSFTREIEASRIHIEKIIGSGESGEVCYGRLQVPGQR 659 
DVPVAI KALKAGYTERQRRDFLSEAS IMGQFDHPNI I RLEGWTRGRLAMI VTEYMENGS 720 

II II II 1 1 1 1 1 Ml M M 1 1 II M I II 1 1 M II II II 1 1 1 1 II M 1 1 IIMIII 

DVPVAI KALKAGYTERQRQDFLSEAA IMGQFDHPNI I RLEGWTRGRLAMI VTEYMENGS 719 
LDTFLRTHDGQFTIMQLVGMLRGVGAGMRYLSDLGYVHRDLAARNVLVDSNLVCKVSDFG 780 

I I I 1 1 1 1 M I M>l 1 1 1 1 1 M I i M I M 1 1 1 M M I MM M I M IIMIIMI 

LDAFLRTHDGQFTI VQLVGMLRGVGAGMRYLSDLGYIHRDLAARNVLVDGRLVCKVSDFG 779 
LSRVLEDDPDAAYTTTGGKIPIRWTAPEAIAFRTFSSASDVWSFGWMWEVLAYGERPYW 840 

III MMMIM II 1 1 1 1 1 1 IMMMIMM IIIIIMI M MM II MM II 1 1 

LSRALEDDPEAAYTTAGGKIPIRWTAPEAIAFRTFSSASDVWSFGWMWEVLAYGERPYW 839 

NMTNRDVISSVEEGYRLPAPMGCPHALHQLMLDCWHKDRAQRPRFSQIVSVLDALIRSPE 900 

II hi I I II I I Ml II II I I I I MM Ml I II I I M I I I I I + +111 I I I 1 + Ml 
NMTNQDVISSVEEGYRLPAPMGCPRALHQLMLDCWHKDRAQRPRFAHWSVLDALVHSPE 899 

S LRAT ATVS RC PP P AFVRS C FDLRGGS GGGGGLTVGDWLDS I RMGRYRDHFAAGGYS SLG 960 

llllllllllllllll IIMIII I I I 1 1 1 M 1 1 II 1 1 M II 1 1 1 1 1 1 1 1 1 1 1 



Serial No. 09/687,276. 
Applicant s): Prayaga et al. 

Sbjct: 900 SLRATATVSRCPPPAFARSCFDLRAGGSGNGDLTVGDWLDSIRMGRYRDHFAAGGYSSLG 959 
N0V2: 961 MVLRMNAQDVRALGI TLMGHQKKI LGS I QTMR 992 (SEQ ID NO: 5) 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 M 1 1 1 

Sbjct: 960 MVLRMNAQDVRALGI TLMGHQKKI LGS I QTMR 991 (SEQ ID NO: 52) 

Beginning on page 14, please replace Table 6 A with the following Table 6 A: 
Table 6A. 

Comparison between a NOV2 polypeptide and human ephrin receptor EphA8 



>ref |NP_065387.l| EphA8 ; Ephrin receptor EphA8 (eph- and elk-related kinase); Hek3 
eph-, elk-related tyrosine kinase; ephrin receptor EphA8 
emb|CAB81612.l| (AL035703) dJ61A9.1 (tyrosine kinase ) [Homo sapiens] 
Length = 1005 



Score = 2054 bits (5262), Expect = 0.0 
Identities = 992/992 (100%), Positives 



992/992 (100%) 



NOV2 : 


1 


Sbjct : 


1 


NOV2 : 


61 


Sbjct: 


61 


NOV2 : 


121 


Sbjct : 


121 


NOV2 : 


181 


Sbjct: 


181 


NOV2 : 


241 


Sbjct: 


241 


NOV2 : 


301 


Sbjct: 


301 


NOV2 : 


361 


SbjCt: 


361 


NOV2 : 


421 


SbjCt : 


421 


NOV2 : 


481 


SbjCt: 


481 


NOV2 : 


541 


SbjCt: 


541 


NOV2 : 


601 


SbjCt: 


601 



MAPARGRLPPALWWTAAAAAATCVS AARGEVNLLDTST I HGDWGWLT YPAHGWDS I NEV 

MM lllilll I IMIIIII 1 1 IMMM M I MIMMIMM III II II I IMM 

MAPARGRLPPALWWTAAAAAATCVSAARGEVNLLDTSTIHGDWGWLTYPAHGWDSINEV 
DES FQP I HTYQVCNVMS PNQNNWLRTS WVPRDGARRVYAE I KFTLRDCNSMPGVLGTCKE 

1 1 II MMIM II IMIIMM I IMIMI II I IMMMIMM II I MM I III I II 

DES FQP I HTYQVCNVMS PNQNNWLRTS WVPRDGARRVYAE I KFTLRDCNSMPGVLGTCKE 
TFNLYYLESDRDLGASTQESQFLKIDTIAADESFTGADLGVRRLKLNTEVRSVGPLSKRG 

I IMMI III M I Ml I MM M I MM Ml I MMIMIMM 1 1 1 1 1 1 1 1 Ml 1 1 

TFNLYYLESDRDLGASTQESQFLKIDTIAADESFTGADLGVRRLKLNTEVRSVGPLSKRG 
FYLAFQDIGACLAILSLRIYYKKCPAMVRNLAAFSEAVTGADSSSLVEVRGQCVRHSEER 

1 1 1 M M 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 M I M 1 1 M 1 1 1 1 1 1 1 II M 1 1 1 1 1 1 1 II 1 1 1 

FYLAFQDIGACLAILSLRIYYKKCPAMVRNLAAFSEAVTGADSSSLVEVRGQCVRHSEER 



I I M I 1 1 1 1 II 1 1 1 1 1 1 1 1 M I 1 1 I M 1 1 III 1 1 I M I M I M I M I M 1 1 M 1 1 1 1 M 



APAAQACHCDLSYYRAALDPPSSACTRPPSAPVNLISSVNGTSVTLEWAPPLDPGGRSDI 

I II 1 1 1 1 1 1 II 1 1 1 1 II 1 1 1 1 1 1 I M 1 1 1 II II I M I M I II M II I M M II 1 1 1 I 

APAAQACHCDLSYYRAALDPPSSACTRPPSAPVNLISSVNGTSVTLEWAPPLDPGGRSDI 
TYNAVCRRCPWALSRCEACGSGTRFVPQQTSLVQASLLVANLLAHMNYS FWI EAVNGVSD 

I M I II 1 1 1 1 1 1 II 1 1 II 1 1 II 1 1 1 i 1 1 M 1 1 II I II 1 1 1 1 1 1 1 I II 1 1 1 1 1 II 1 1 1 

TYNAVCRRCPWALSRCEACGSGTRFVPQQTSLVQASLLVANLLAHMNYS FWI EAVNGVSD 
LSPEPRRAAWNITTNQAAPSQVWIRQERAGQTSVSLLWQEPEQPNGIILEYEIKYYEK 

INI IMIIIII Mil MM III II Mill II 111 MINI II II I MM II II MINI 

LSPEPRRAAWNITTNQAAPSQVWIRQERAGQTSVSLLWQEPEQPNGIILEYEIKYYEK 
DKEMQSYSTLKAVTTRATVSGLKPGTRYVFQVRARTSAGCGRFSQAMEVETGKPRPRYDT 

1 1 M 1 1 1 II 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 M I II 1 1 1 1 M 1 1 II II 1 1 II 1 1 

DKEMQSYSTLKAVTTRATVSGLKPGTRYVFQVRARTSAGCGRFSQAMEVETGKPRPRYDT 
RTIVWICLTLITGLWLLLLLICKKRHCGYSKAFQDSDEEKMHYQNGQAPPPVFLPLHHP 

M 1 1 II 1 1 1 1 1 1 1 1 1 1 1 M M II M 1 1 M I II I MM 1 1 1 M 1 1 1 1 M II 1 1 M 1 1 1 1 1 1 

RTIVWICLTLITGLWLLLLLICKKRHCGYSKAFQDSDEEKMHYQNGQAPPPVFLPLHHP 
PGKLPEPQFYAEPHTYEEPGRAGRSFTREIEASRIHIEKIIGSGDSGEVCYGRLRVPGQR 

1 1 1 1 1 M II II M I II II 1 1 II I II 1 1 1 1 1 1 II 1 1 II 1 1 1 1 1 1 1 1 1 1 1 II M 1 1 1 1 II II 

PGKLPEPQFYAEPHTYEEPGRAGRS FTREIEASRIHIEKIIGSGDSGEVCYGRLRVPGQR 



60 



60 



120 



120 



180 



180 



240 



240 



360 



360 



420 



420 



480 



480 



540 



540 



600 



600 



660 



660 
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Serial No. 09/687,276. 
Applicants j: Prayaga et al 



N0V2 

Sbjct 

N0V2 

Sbjct 

N0V2 

Sbjct 

N0V2 

Sbjct 

N0V2 

Sbjct 

N0V2 

Sbjct 



661 DVPVAIKALKAGYTERQRRDFLSEASIMGQFDHPNIIRLEGWTRGRLAMIVTEYMENGS 720 

i 1 1 1 1 1 1 1 1 1 1 M II 1 1 1 M I ; 1 1 1 1 1 1 1 1 1 1 !! I M 1 1 M M 1 1 1 i 1 1 1 1 1 M I 

661 DVPVAIKALKAGYTERQRRDFLSEASIMGQFDHPNIIRLEGVVTRGRLAMIVTEYMENGS 720 

721 LDTFLRTHDGQFTIMQLVGMLRGVGAGMRYLSDLGYVHRDLAARNVLVDSNLVCKVSDFG 780 

II ! I I I I I I I I I I I I II I I ; I I I I M I I I I i I I I I II Ih I 1 I ! I I I I I I I M I I ! I I 
721 LDTFLRTHDGQFTIMQLVGMLRGVGAGMRYLSDLGYVHRDLAARNVLVDSNLVCKVSDFG 780 

781 LSRVLEDDPDAAYTTTGGKIPIRWTAPEAIAFRTFSSASDVWSFGWMWEVLAYGERPYW 840 

II II I I I I I I I I I M I I I I I I I I I I I I I I I I I I I I I I I I I I II I I II I ! I I I I I I I 

781 LSRVLEDDPDAAYTTTGGKIPIRWTAPEAIAFRTFSSASDVWSFGWMWEVLAYGERPYW 840 

841 NMTNRDVISSVEEGYRLPAPMGCPHALHQLMLDCWHKDRAQRPRFSQIVSVLDALIRSPE 900 

II I M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 : 1 1 I I I I I I I I I I I I II II I I ! I i I I I I I II I I I I M 

841 NMTNRDVISSVEEGYRLPAPMGCPHALHQLMLDCWHKDRAQRPRFSQIVSVLDALIRSPE 900 

901 SLRATATVSRCPPPAFVRSCFDLRGGSGGGGGLTVGDWLDSIRMGRYRDHFAAGGYSSLG 960 

I I I I I I I I I I I I I I I I I I II I M I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I 
901 S LRAT ATVS RC P P P AFVRS C FDLRGGS GGGGGLTVGDWLDS I RMGRYRDH FAAGGYS S LG 960 

961 MVLRMNAQDVRALGI TLMGHQKKI LGS I QTMR 992 (SEQ ID NO: 5) 

I I I I I I I I I I I I I I I II II I I'l I I I I I I 
961 MVLRMNAQDVRALGI TLMGHQKKI LGS I QTMR 992 (SEQ ID NO: 53) 



On page 16, kindly replace the paragraph in Table 7 beginning at line 4 with the 
following: 



Table 7 shows multiple sequence alignment of the NOV2 ephrim type-A receptor 8-like 
protein of the invention, shown as AL035703 Spliced2 , with similar proteins. The various 
aligned proteins are as follows: AL035703 Spliced2 (SEQ ID NO:5) with several proteins: EPA8 
Mouse (SEQ ID NO:54), EPA5 Human (SEQ ID NO:55) and EPA5 Chick (SEQ ID NO:56). 
(Black outlined amino acids indicate potential regions of conserved sequence; greyed amino 
acids represent amino acids conservatively substituted; and non-highlighted amino acids indicate 
positions in which mutations to a broad range of alternative amino acid residues occurs) 



n 



On page 20, please replace the paragraph in Table 9 beginning at line 5 with the 
following: 

Table 9 shows sequence alignment between a NOV3 polypeptide with several members 
of the human fibronectin leucine repeat transmembrane family: AAF28461.1|AF169 (SEQ ID 
NO:57), AAF28460.1|AF169 (SEQ ID NO:58) and AAF28459.1|AF169 (SEQ ID NO:59). 
(Black outlined amino acids indicate potential regions of conserved sequence; greyed amino 
acids represent amino acids conservatively substituted; and non-highlighted amino acids indicate 
positions in which mutations to a broad range of alternative amino acid residues occurs) 
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Serigl No. 09/687,276, 
Applicant(s): Prayaga et al 



On page 21 , kindly replace Table 9. continued with the following Table 9A: 




TABLE 9A. 

>ref | NP_037412 . 1 | fibronectin leucine rich transmembrane protein 1 
gb| AAF28459 . 1 | AF169675_1 (AF169675) leucine-rich repeat transmembrane protein FLRT1 
[Homo 

sapiens] 
Length = 674 

Score = 1365 bits (3494), Expect =0.0 



MWAHPTATATTTPTATVTATVVMTTATMDLRDWLFLCYGLI AFLTEVIDSTTCPSVCRC 6 0 

I IIMMMIIIMIMMMMMMMIIMIM MMMM IIMMMMM 

MWAHPTATATTTPTATVTATVVMTTATMDLRDWLFLCYGLIAFLTEVIDSTTCPSVCRC 6 0 
DNGFI YCNDRGLTSI PADI PDDATTLYLQNNQINNAGIPQDLKTKVNVQVI YLYENDLDE 120 

1:11 IMIMI Ml I 1 1 1 1 1 1 1 MM IMIMM 1 1 II II II 1 1- IMIM 1 1 1 1 I 

DNGFI YCNDRGLTS I PADI PDDATTLYLQNNQINNAGI PQDLKTKVNVQVI YLYENDLDE 120 
FPINLPRSLRELHLQDNNVRTIARDSLARIPLLEKLHLDDNSVSTVSIEEDAFADSKQLK 180 

IMIIIIIIII IMMMMMMM MIIIMMIIMIMIMIIMMMMM 

FPINLPRSLRELHLQDNNVRTIARDSLARIPLLEKLHLDDNSVSTVSIEEDAFADSKQLK 180 
LLFLSRNHLS S I PSGLPHTLEELRLDDNRI STI PLHAFKGLNSLRRLVLDGNLLANQRI A 24 0 

IMIIIIIIII MMMMMMMIMMIMM MMMM IMIMM III 

LLFLSRNHLS S I PSGLPHTLEELRLDDNRI STI PLHAFKGLNSLRRLVLDGNLLANQRI A 240 
DDTFSRLQNLTELSLVRNSLAAPPLNLPSAHLQKLYLQDNAI SHI PYNTLAKMRELERLD 3 00 

MMMIIMI MIMIIIIMIIMIMMMIII MM MM MMIMMMM 

DDTFSRLQNLTELSLVRNSLAAPPLNL PS AHLQKLYLQDNAI SHI PYNTLAKMRELERLD 300 
LSNNNLTTLPRGLFDDLGNLAQLLLRNNPWFCGCNLMWLRDVfVKARAAVVNVRGLMCQGP 360 

1 1 1 M Ml 1 1 1 M M M I M I II M 1 1 1 II 1 1 1 1 M 1 1 M M I M I MM 1 1 1 M I M 

LSNNNLTTLPRGLFDDLGNLAQLLLRNNPWFCGCNLMWLRDWKARAAVVNVRG 360 
EKVRGMAIKDITSEMDECFETGPQGGVANAAAKTTASNHASATTPQGSLFTLKAKRPGLR 4 20 

M M 1 1 M MM I M M I M 1 1 1 1 1 M M I M M 1 1 1 M M M II I II 1 1 M M 1 1 II 

EKVRGMAIKDITSEMDECFETGPQGGVANAAAKTTASNHASATTPQGSLFTLKAKRPGLR 420 
LPDSNIDYPMATGDGAKTLAIHVKALTADS IRITWKATLPASSFRLSWLRLGHSPAVGS I 4 80 

M I 1 1 1 1 1 1 1 1 M M II II I M M 1 1 1 M II 1 1 M II I 1 1 1 1 II 1 1 1 Ml I M M I M 

LPDSNIDYPMATGDGAKTLAIHVKALTADSIRITWKATLPASSFRLSWLRLGHS PAVGSI 4 80 
TETLVQGDKTEYLLTALEPKSTYI ICMVTMETSNAYVADETPVCAKAETADSYGPTTTLN 540 

IMMIIIMIMMMMII MMMM MMMIMMMMMMMIMM I 

TETLVQGDKTEYLLTALEPKSTYI ICMVTMETSNAYVADETPVCAKAETADSYGPTTTLN 540 
QEQNAGPMASLPLAGI I GGAVALVFLFLVLGAI CWYVHQAGELLTRERAYNRGSRKKDDY 600 

IMMMMII IMMMMMMMM MMMM MMMM MMMM M 

QEQNAGPMASLPLAGI I GGAVALVFLFLVLGAI CWYVHQAGELLTRERAYNRGSREKDDY 600 
MESGTKKDNSILEIRGPGLQMLPINPYRAKEEYWHTIFPSNGSSLCKATHTIGYGTTRG 660 

IMMIIMM IMMMMMMMMMIMMM IMIMM MMIIIMI 

MESGTKKDNSILEIRGPGLQMLPINPYRAKEEYWHTIFPSNGSSLCKATHTIGYGTTRG 660 



Identities 


NOV 3 : 


1 


GK-i • 

bDj cc : 


1 


1MUV J . 


o X 


GV\-i j-*t- - 

oD] CC : 


C 1 

b x 


IN \J V J . 


1 91 


dd] cc : 




NOV 3 : 


181 


Q"hn r*i- • 
OJJ J LL . 


X O X 


NOV 3 : 


241 


CK-i . 

OJJJ v- U . 


241 


NOV3 : 


301 


Sbj Ct : 


301 


NOV3 : 


361 


Sbjct: 


361 


NOV3 : 


421 


Sbjct: 


421 


NOV3 : 


481 


Sbjct: 


481 


NOV3 : 


541 


Sbjct: 


541 


NOV3 : 


601 


Sbjct: 


601 


NOV3 : 


661 


Sbjct: 


661 



IIIIIIIIMII 



On page 22, please replace the paragraph in Table 10 beginning at line 6 with the 
following: 
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